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Figure S2. Multiple sequence alighment of virophage penton base proteins with the PX proteins from
Polinton and TIr elements. The last two lines in each block show consensus amino acid sequence
(Consensus_aa) and consensus predicted secondary structures (Consensus_ss). Representative sequences
have magenta names and they are colored according to predicted secondary structures (red: alpha-helix,
blue: beta-strand). If the sequences are in aligned order, the sequences with black names directly under a
representative sequence are in the same pre-aligned group. Consensus predicted secondary structure
symbols: alpha-helix: h; beta-strand: e. Consensus amino acid symbols are: conserved amino acids are in
uppercase letters; aliphatic (I, V, L): |; aromatic (Y, H, W, F): @; hydrophobic (W, F, Y, M, L, I, V, A, C, T, H): h;
alcohol (S, T): o; polar residues (D, E, H, K, N, Q, R, S, T): p; tiny (A, G, C, S): t; small (A, G,C,S,V,N,D, T, P):
s; bulky residues (E, F, I, K, L, M, Q, R, W, Y): b; positively charged (K, R, H): +; negatively charged (D, E): -;

charged

(D,
(http://prodata.swmed.edu/promals3d).

E,

H): ¢ The alignment constructed  with

Abbreviations:

K, R, was

PROMALS3D
AP, Acyrtosiphon pisum; NV, Nematostella

vectensis; NVi, Nasonia vitripennis; TC, Tribolium castaneum; Cl, Ciona intestinalis; SP, Strongylocentrotus
purpuratus; XT, Xenopus tropicalis; CPB, Chrysemys picta bellii.
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